the main source of infection in farm ruminants 8, [11] [12] [13] . This may be related to the good quality of most of the analyzed silage in this study (data not shown). The prevalence in faecal samples was low (16% overall) but in the range of previously reported data [14] [15] [16] , challenging the view that ruminants act as amplification hosts and that faecal shedding is linked to silage feeding as silage was fed on most farms 17 . However, in all five farms where faecal samples were positive either feed bunk swabs, hay or water samples were also positive with the same ST, suggesting that faecal shedding is linked to contamination of feed and water.
The presence of L. monocytogenes is likely linked to farm management practices
Feeding and farm management practices were recorded in an observational cross sectional study based on a standardized questionnaire. These multiple choice questionnaires were handed out in each of the 32 visited ruminant farms and comprised a total of 100 different potential risk factors.
For identification of risk and preventive factors univariable logistic regression analysis was performed. The outcome was defined as the presence or absence of L. monocytogenes at the farm level (bivariable yes/no) and exposure was defined as the presence or absence of a given risk factor (bivariable yes/no). All risk factors presenting a p-value up to 0.20 were further analyzed in the multivariable logistic regression analysis. This was performed for each set of factors with a biological relevance, using a backward elimination procedure (removing the less significant factor) until all variables in the model were significant (p-value <0.05). Odds ratios, confidence intervals and the goodness of fit (likelihood ratio test) of each model were assessed, as well as searching for interaction terms, correlations and confounders. All statistics were produced with the R software (R Core Team (2014 Complex B isolates are indicated in blue (n =11), isolates linked to complex B in purple (n =2).
This complex corresponds largely to CC4 in the MLST. Complex C isolates are indicated in dark green (n =32) and isolates linked to complex C in light green (n =23 
